of the clinical specimens were aligned with sequences from other poxviruses available in the public database (GenBank). They showed 100% nt identity with their orthologs of SWPV Nebraska strain. Concatenated amino acid alignments were used for phylogenetic inference (Figure) . The clinical isolates and SWPV branched together in the phylogenetic tree with high bootstrap support. No amplifi cation of the hemagglutinin gene was obtained, demonstrating that the animals were not infected with VACV. Samples were also negative for Erysipelothrix spp. (by PCR and ELISA) and porcine circovirus-2 (by PCR).
Outbreaks of swinepox disorders have been frequently reported in Europe, North America, and Oceania, and special attention has been given to congenital cases, which usually lead to high case-fatality rates (2, 8, 9) . Our data identifi ed SWPV as the cause of a recent outbreak in Brazil and suggest that previous outbreaks in the neighboring municipality of Campinas in 1976 and 1980 (3) may have been caused by SWPV as well because pigs are the only host and reservoir of the virus. Further sequencing analysis of the virus isolates will be necessary to characterize the strain of SWPV circulating in Brazil.
Recently, an outbreak of VACVrelated disease in horses was reported in southern Brazil, which alerted the scientifi c community to the possible spread of this disorder to animal hosts other than dairy cattle (10). However, our data clearly demonstrate that this outbreak in pigs does not represent a spread of VACV infection, despite frequent reports of VACV-related outbreaks in dairy cows in São Paulo State (6). Therefore, the differential diagnosis of skin diseases of pigs might be a useful tool in epidemiologic surveys to access VACV spread and host range in Brazil. Other malarial parasites of cynomolgus monkeys, apart from P. knowlesi, may include P. cynomologi, P. inui, P. fi eldi, and P. coatneyi. A recent publication reported that in wild-source cynomolgus monkeys in Malaysia, >90% of the animals tested were positive for >1 Plasmodium species. Furthermore, >80% of samples from these animals were positive by specifi c PCR for >1 of these organisms (2) .
Using PCR for Plasmodium spp. identifi cation, I have tested newly imported research cynomolgus monkeys from various breeding centers in China. I can confi rm that some animals have subclinical malarial infections.
Except for the report by Li et al. (1) , I am unaware of other reports of P. vivax in cynomolgus monkeys. It would be interesting to confi rm the presence of this organism by using PCR primers specifi c for Plasmodium spp. My questions to the authors relate to the test method used in their study. Was an ELISA for detecting P. vivax antibodies the only diagnostic method used to identify this parasite? It may be useful to re-address the specifi city of this test in differentiating various Plasmodium spp. Until these issues are clearly addressed, their reported results are not reliable.
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